Supplementary Figure 2 . Abundances of (A) picoeukaryotes, (B) high DNA containing picoplankton and (C) low DNA containing picoplankton in the control (solid dark grey line), mucus addition (dashed black line) and coral (dotted light grey lines) mesocosms. Mucus was added after seawater sampling on T0.2, 2, 6 and 8 of the experiment; shading indicates when corals were removed from the mesocosms and when mucus was not added to the mesocosms. Abundances are from flow cytometry. Supplementary Figure 3 . Taxonomic overview of the percent contribution of the picoplankton community within (a) control, (b) coral, and (c) mucus addition mesocosms from SSU rRNA gene amplicon data. The minus sign indicates when corals were removed. The plus sign indicates a community sampled after mucus had been added to the mesocosm for 48h. Numbers correspond to picoplankton taxa. 
other ( Supplementary Figure 4 . The percent contribution of specific lineages to the total picoplankton community in the control (a), coral (b) and mucus (c) mesocosms determined using FISH probing. Numbers correspond to taxa. Rhodobacteraceae (1) SAR11 (2) Alteromonadaceae (3) Vibrionaceae (4) Crenarchaeota (5) Euryarchaeota (6) Synechococcus (7) not probed (8) 
other (18) other Proteobacteria (17) other Betaproteobacteria (16) Oxalobacteraceae (15) other Gammaproteobacteria (14) Pseudoalteromonadaceae (13) Psuedomonas (12) Vibrionaceae (11) Alteromonadaceae (10) Endozoicomonas (9) other Alphaproteobacteria (8) Rhizobiales (7) Sphingomonadales (6) SAR11 (5) Rhodobacteraceae (4) Synechococcus (3) Bacteroidetes (2) Archaea ( Table 5 . Abundance of amoA genes (copies ml -1 ) from putatively ammonia-oxidizing archaea and bacteria in seawater from control, and coral mesocosms sampled on timepoints (T) throughout the experiment.
Sample
Archaeal amoA copies ml -1
Bacterial amoA copies ml < 2 < 2 Control (9) T4 < 2 < 2 Control (7) T6 < 2 < 2 Control (8) T6 < 2 < 2 Control (9) T6 < 2 < 2 Control (7) T8 < 2 < 2 Control (8) T8 < 2 < 2 Control (9) T8 < 2 < 2 Control (7) T10 < 2 < 2 Control (8) T10 < 2 < 2 Control (9) T10 < 2 < 2 Control (7) T12 < 2 < 2 Control (8) T12 < 2 < 2 Control (9) T12 < 2 < 2 Corals (4) T2 < 2 < 2 Corals (5) T2 4 < 2 Corals (6) T2 17 < 2 Corals (4) T4 < 2 < 2 Corals (5) T4 < 2 < 2 Corals (6) T4 3 < 2 Corals (4) T6 < 2 < 2 Corals (5) T6 < 2 < 2 Corals (6) T6 < 2 < 2 Corals (4) T8 < 2 < 2 Corals (5) T8 < 2 < 2 Corals (6) T8 < 2 < 2 Corals (4) T10 < 2 < 2 Corals (5) T10 < 2 < 2 Corals (6) T10 < 2 < 2 Corals (4) T12 < 2 < 2 Corals (5) T12 < 2 < 2 Corals (6) T12 < 2 < 2 Supplementary Table 6 . Detection of amoA genes from putatively ammonia-oxidizing archaea (AOA) and ammonia-oxidizing bacteria (AOB) obtained from a subset of the twelve corals used in the experiment and sampled after the conclusion of the experiment. 
